ABSTRACT Pseudomonas fluorescens is a Gram-negative bacterium with versatile metabolic functions and potential industrial uses. We sequenced P. fluorescens strain ATCC 13525 with the goal of determining virulence factors and antibiotic resistance genes to predict the potential impacts on human and environmental health in the event of exposure.
family YP_298289 [http://ardb.cbcb.umd.edu/cgi/search.cgi?dbϭL&fieldϭni&termϭYP _298289]). A total of 75 virulence factors were identified, as follows: 37 adherence genes (32 flagella and 5 type IV pili biosynthesis genes), 18 antiphagocytosis genes (11 alginate biosynthesis and 7 alginate regulation), 12 secretion system genes (Hcp secretion island 1-encoded type VI secretion system), 4 iron uptake genes (pyoverdine), 2 regulation genes (GacS/GacA two-component system), 1 fibronectin-binding protein, and 1 biosurfactant gene (rhamnolipid biosynthesis). Industrial users of this microorganism can use this genome sequence to help establish safe work practices, and regulatory agencies can identify genes of interest that may apply to future risk assessments.
Data availability. This whole-genome shotgun project has been deposited in GenBank under the BioProject number PRJNA486371 (BioSample number SAMN09844436, accession number QVNA01000000) and the Sequence Read Archive under the accession number SRR7961511. This announcement describes the first version.
